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SEQUENCE LISTING . 

■<110> ■ INSERM 

5 <12 0> Novel membrane-bound NEP II metalloprotease and 
the. use thereof for screening inhibitors useful 
in, therapy 



<130> BET ■ 99/015 0 

- <140>- - ■ ' - - - - • ' --: 

<141> • 

<150> FR/9804389 
15 <151> 1998-04-08 

<160> 29 

<170> Patentln Ver.. 2.1 
,20 * ; 

<210> 1 : 
<211>" 2 7 65 
<212> DNA ' 

<213> Rattus rattus , . 

25 . <220> 

<221> . CDS . 

<222> (107) . . . (2428) 

. <-'4 00> 1 _ . 

GCAAAGCACT AGCTTCAGTG TGCTCAAGGC ATCCAAGCTC CAGCTGCCTC CCTCCTGGCC 60 

CTGGCCCTGG GTGCTCAGCT GTGTGCCTTC CACCCAGAAC CGGCTG ATG GGG AAG 115 

Met Giy Lys 
1 

TCG GAG AGC TCA GTG GGG ATG ATG GAG AGA GCG GAC AAC TGT GGG AGG ' 163 
Ser Glu .Ser Ser Val Gly Met Met Glu Arg Ala Asp Asn Gys Gly Arg 

" 5 ■ 10 15 

AGG CGC CTA GGC TTC GTG GAG. TGT" GGG-CTG CTG "GTA CTG CTG ACA CTG 211 
Arg Arg Leu Gly Phe Val Glu Cys Gly Leu- 'Leu Val Leu Leu Thr Leu 
20 - .?5 30 * .35 



CTG T7G 
Leu Leu 



ATG 
Met- 



GGA 

•Gly 



GCC ATA GTG 
Ala lie Val 
40 



ACT 
Thr 



CTG GGT 
Leu Gly 
45 



GTC TTC 
Val Phe 



TAC AGC ATA 
Tyr Ser lie 
50 



Gly 



AAG CAG 
Lvs Gin 



CTG 
Leu 



GCC 
Pro 
55 



~CTC TTA AAT 
Leu Leu Asn 



AGC 
Ser 



CTG CTG 
Leu, Leu 
60 



CAC GTC 
His Val 



TCC CGG CAT 
Ser Arg His 
65 



GAG 
Glu ■ 



' AGG ACG 
Arg Thr 



GTT 
Val 
70 



GTA 
Val 



AAA CGA GTC 
Lys Arg Val 



CTC 
Leu 

75 



AGA GAT 
Arg Asp 



TCA TCG 
Ser Ser 



CAG AAG AGT 
Gin Lys Ser 

'80 ' 



GAC 

Asd . 



ATC TGT 
lie Cys 
85 



ACT 
Thr 



ACC 
Thr 



CCA AGC TGC 
Pro Ser Cvs 
90 



Val 



ATA GCA 
lie Ala 



GCT GCC 
Ala Ala 
95 



AGA ATC CTC 
Arg lie Leu 



CAG. 
Gin 



AAC ATG 
Asn Met 
100 



GAC 
Asp 



CAG 

Gin 



TCA AAG AAA 
Ser Lys Lys 
105 



CCC 
Pro 



TGC GAC 
Cys Asp 



AAC TTC 
Asn Phe 
110 



TAT CAG 
Tyr Gin 



TAT GCT 
Tyr Ala 
115 



TGC GGA 
Cys Gly 



GGC 



TGG 
Trp 



CTA CGG CAC 
Leu Arg His 
120 



CAT 
His 



GTG ATC 
Val lie 
125 



CCC GAG 
Pro Glu 



ACC AAC 
Thr Asn 



TCC AGA 
Ser Arg 
130 



TAC AGC 
Tyr Ser 



GTC 
Val 



TTT 
Phe 
135 



GAC ATC CTT 
Asp lie Leu 



CGG 
Arg 



GAT GAG 
Asp Glu 
140 



CTG GAG 
Leu Glu 1 



GTC ATC 
Val lie 

. 145 



CTC AAA 
Leu Lys 



GGG GTG 
Glv Val 



CTG 
Leu 

150 



GAG 
Glu 



GAT TCC TCT 
Asp Ser Ser 



GTC 

Val 
155 



CAG CAC 
Gin His 



CGC CCA 
Arg Pro 



GCT GTG 
Ala Val 
160 



GAG AAG 
Glu Lys 



GCC AAG 
Ala Lys 
165 



ACA 
Thr 



CTG 
Leu 



TAC CGC TCC 
Tyr Arg Ser 
170 



TGC 

Cvs 



ATG AAC 
Me t As n 



CAG AGT 
Gin Ser 
175 



GTG ATA 
Val He 



GAG AAG 
Glu Lys 



AGA GAC TCT GAG CCC CTG CTG AAC GTC TTA GAT ATG ATA GGA GGT TGG 
Arg Asp Ser Glu Pro Leu Leu Asn Val Leu Asp Met He Gly Gly Trp 
180 185 ' 190 195 



CCT GTA GCC ATG GAC AAG * TGG AAT GAG ACC ATG GGC CCC AAG TGG GAA 



Pro Val Ala Met Asd Lvs Trp Asn Glu Thr Met- Gly Pro Lys Trp 
200 ' 205 210 



Glu 



CTG GAG CGG CAG 7TG GCT GTG TTG AAC TCG CAG TTC AAC AGG CGC GTC 7 87 

Leu Giu Arg Gin Leu Ala Val Leu Asn Ser Gin Phe Asn Arg Arg Val 
215 220 225 

CTC ATC GAC. CTC TTC ATC TGG AAT GAT GAC "CAG AAC TCC AGC CGG CAC • 335 
Leu lie Asp Leu Phe He Trp Asn Asp Asp Gin Asn .Ser Ser Arg His 
230" 235 240 

GTC ATC TAC ATA GAC CAG CCC ACC TTG GGC ATG CCC TCC CGG GAG TAC . 8 63 

Val lie Tyr He Asp Gin Pro Thr Leu Gly Met Pro Ser Arg Giu Tyr 
245 " 250 .255 



TAT TTC AAG GAA GAC AGC CAC CGG GTA CGG GAA GCC TAC CTG CAG TTC 
Tyr Phe Lys Glu Asp Ser His Arg Val Arg Glu Ala Tyr Leu Gin Phe 
250 265 270 275 



931 



ATG ACA TCA GTG GCC ACT ATG CTG AGG AGA GAC CTG AAC CTG CCC GGG 
Met Thr Ser Val Ala Thr Met Leu Arg Arg Asp Leu Asn Leu Pro Gly 
280 • 2B5 290 



979 



GAG ACC GAT TTG GTG CAG GAG GAA ATG GCA CAG - GTG CTG CAT CTG GAG 
Glu Thr Asp Leu Val Gin Giu Glu Met Aia Gin Val Leu His. Leu Giu 
.295 300 305 



1027 



ACA CAT CTG GCC AAC GCC ACG GTC CCC CAG GAG AAA AGG CAT GAT GTC 
Thr His Leu Ala Asn Aia Thr Val Pro Gin Glu Lys Arg His Asp Val 
310 315 320 



1075 



ACC GCC CTG TAT CAC CGA ATG GGC CTG .GAG GAG CTG CAG GAA AGG TTT 
Thr Aia Leu Tyr Kis Arg Met Gly Leu .Glu Glu Leu Gin Glu Arg Phe 

325 330 - .. 335 . 



1123 



GGT CTG ' AAG GGG TTT AAC TGG ACT CTC TTC ATA CAA AAC GTG CTG TCT 
Gly Leu. Lys Gly *?he Asn Trp Thr Leu' Phe He Gin Asn Val Leu Ser 
340 "* 345 350 355 



1171 



TCT GTG CAA GTT GAG CTG CTC CCG AAT GAG GAG GTG GTG GTC TAT GGC 
.Ser Val Gin Val Glu Leu Leu Pro Asn Glu Glu Val Val Vai Tyr Gly 
360 .365 370 



1219 



• 



ATC CCC TAC CTG GAG AAT CTT GAG GAG ATC ATT GAC GTC TTC CCA GCA 12 57 

lie Pro Tvf Leu Glu Asn Leu Glu Giu lie lie Asp Val Phe Pro Ala 
375 380 385 

CAG ACC TTG CAA AAC TAC CTG GTG TGG CGC CTG GTG CTA GAT CGC ATC .1315 
Gin Thr Leu Gin Asn -Tyr Leu Val Trp Arg Leu Val Leu Asp Arg He 
390 395 400 

■ GGC AGC CTG AGC CAG - AGA TTC AAA GAA GCG CGT GTG GAC TAC CGC AAG .13 63 

Gly Ser Leu Ser Gin Arg Phe Lys Glu Ala Arg Val Asp Tyr Arg Lys 
405 410 415 r 

GCG CTG TAC GGT~ ACA ACC ATG GAG GAA GTA CGC TGG CGG GAG TGT OTIC 1411 
Ala Leu Tyr Gly Thr Thr Met Glu Glu Val Arg Trp Arg Glu Cys Val 
420 . 425 430 * -435 

AGC TAT GTC AAC AGC AAC ATG GAG AGT GCC GTG GGC TCC CTC TAC ATC 14 59 

Ser Tyr Val Asn Ser Asn Met Giu Ser Ala Val Gly Ser Leu Tyr lie 
440 445 . 450 

AAG CGG GCC TTC TCC AAG GAC AGC AAG AGC ATA GTC AGT GAG CTT ATC 1507 
Lys Arg Ala Phe Ser Lys Asp Ser Lys Ser lie Val Ser Glu Leu He 
455 " 460 465 

. GAG AAG ATA CGG TCC GTG TTT GTG GAT AAC CTG GAC GAG TTG AAC TGG ' 15 55 

Glu Lys He Arg Ser Val Phe Val Asp Asn Leu. Asp Glu Leu Asn Trp 
470 ■ 475 * 480 

ATG GAT GAG GAA TCC AAG AAA AAG GCC CAG GAA AAG GCC TTG AAT ATC 1603 
Met . Asp Glu Glu Ser Lys Lvs Lys Ala Gin Glu Lys Ala Leu Asn He 
485 490 " 4*95 

CGG GAA CAG ATC GGC TAC CCT GAC TAC ATT TTG GAA GAC AAT AAC AGA 1651 
Arg Glu Gin He Gly Tyr Pro Asp Tyr lie Leu Glu Asp Asn Asn Arg 
500 505 510 ■* 515 

CAC CTG GAT GAG GAA TAC TCC AGT CTG ACT TTC TCA GAG GAC CTG TAT 1699 
His Leu Asp Giu Glu Tyr Ser Ser ".Leu Thr Phe Ser Glu Asp Leu Tyr 
520. 525 '* 530 

TTT GAG AAC GGG CTT CAG AAC CTC ■ AAG A^C AAT GCC CAA AGG AGC CTC 17 4 7 




Phe Glu Asn Gly Leu Gin Asn Leu Lys Asn Asn Ala Gin Arg Ser Leu 
- 535 540 545 

AAG AAA CTT CGG GAA AAG GTG GAC CAG AAT CTC TGG ATC ATT GGG GCT 1795 

Lys Lys Leu' Arg Glu Lvs Val Asp Gin Asn Leu Trp lie lie Gly Ala 

"550 - 555 560 . 

GCA GTG GTC AAT GCA TTC TAC TCC CCA AAC AGA AAC CTG ATC GTC TTT 1843 

Ala Val- Val Asn Ala Phe Tyr Ser ?:o Asn Arg Asn Leu lie Val Phe 
565 f 570 5*75 

CCA GCG GGG ATC CTC CAG CCA CCC TTC TTC* AGC AAG GAC CAA CCA CAG 1891 • 

Pro Ala Gly lie Leu Gin Pro Pro Phe Phe Ser Lys Asp Gin Pro Gin 
580 585 590 555 



GCC TTG AAT TTC GGG GGC ATC GGG ATG GTG ATT GGA CAC GAG ATC ACA 
Ala Leu .Asn Phe Gly Gly lie Gly Met Val lie Gly His Glu lie Thr 
600 605 610 



1939 



CAC. GGC TTT GAT GAT AAC GGT CGG AAC TTT GAC 'AAG AAT GGC AAC ATG 
His Gly Phe Asp Asp Asn Giy Arg Asn Phe Asp Lys Asn Gly. Asn Met 
615 620 525 



1987 



CTG GAC TGG TGG AGC AAC TTC TCG GCC CGG CAC TTC CGA CAG CAG TCA 
Leu Asd Trp Trp Ser Asn Phe Ser Ala Arg His Phe Arg Gin Gin Ser 
630 635 640 



2035 



CAG TGT ATG ATT TAT CAG TAC AGC AAC TTC TCT TGG GAA CTA GCA GAC 
Gin Cys Met lie Tyr Gin Tyr Ser Asn Phe Ser Trp Glu Leu Ala Asp 
645 650 655 



20B3 



AAC CAG AAT GTG AAC GGA TTC AGC ACC CTC GGG GAG AAC ATC GCC GAC 
Asn Gin Asn Val Asn Gly Phe Ser Thr Leu Gly Glu Asn lie Ala Asp 
660 665 670 _ ■ 675 



2131 



AAC GGC GGT GTG CGG CAG GCA. TAC AAG GCT TAC CTA CAG TGG CTA GCT; 
Asn Giy Gly Val Arg Gin Ala Tyr Lys Ala Tyr Leu' Gin Trp Leu Ala 
■680 685 690 



2179 



GAA GGC GGC AGA GAC CAG AGA CTG CCG GGA CTG AAC CTG ACC TAT GCT 
Glu Gly Gly Arg Asp Gin. Arg Leu Pro Gly Leu Asn Leu Thr Tyr Ala 
695 '■* 700 705 



2227 



CAG. CTT TTC TTC ATT AAC TAT GCC CAG GTG TGG TGT GGG TCC TAC AGG " ■ 22 7 5 

Gin Leu Phe _Phe lie Asn Tyr. Ala Gin Val Trp Cys Gly Ser Tyr Arg 

710 715 720 - 

■CCG GAG TTC GCC ATC. CAG TCC ATC AAG ACA GAT GTC CAC AGT CCT CTT 2322 
Pro Glu Phe Ala lie Gin Ser He Lys Thr Aso Val His Ser Pro ' Leu 
" 725 . 730 . 735 

AAG TAC AGG GTG CTG GGC TCA CTA CAG AAC CTA CCA GGC TTC TCT GAG 2 371 

Lys Tyr Arg Val Leu Gly Ser Leu Gin Asn Leu Pro Gly Phe Ser Glu 
740 .745 750 755 

GCG TTC CAC TGC CCA CGA GGC AGC CCC ATG CAC CCT ATG AAT CGA TGT 2 419 

Ala Phe His Cys Pro Arg Gly Ser Pro- Met His .Pro Met Asn Arg Cys 
760 ^ 765 770 

CGC ATC TGG TAGCCAAGGC- TGAGCTA7GC TGCGGCCCAC GCCCCGCCAC 2463 
Arg lie Trp 

C CA GAG G CTT CGTGAATGGT GTAGCCGGCA TAGATGTGCA GGTTGTTGCC TGAAGGCCAC ' 2 52 8 

TGGAGCCACC AGCCAGCCCT CCGCGCCCAG CCTAGAGGGC AGCCACCCGC CCA CATC TGG ' 25SS 

GATGAGTGGT GGTGCCTGGT CCTGCGCCTT TTCCGGCCAG .TGAGGGTCAG CGGCCCGGTA 264 8 

GGAGCAGTCA GCTGTCCCCC ACCCTCTTCA TAGTGTGTGG CTAAATGTCC TCGAGCTTCA 2708 

GACTTGAGCT AAGTAAACGC TTCAAAGAAG GCAAAAAAAA AAAAAAAAAA AAAAGGG 27 65 



<210> ' 2 

<211> 774 

5 <212>. -PRT 

<213> Rattus. rattus 

• <40Q> 2 

Met Gly Lys Ser Glu Ser Ser Val Gly Met Met Glu Arg Ala Asp Asn 

1 ' ' • - 5 -10 15 




Cys Giy Aro Arg Arg Leu Gly Phe Val Glu Cys Gly Leu Leu Val Leu 

' " 20 25 30 

Leu Thr Leu Leu Leu Met Gly Ala lie Val Thr Leu Gly Val Phe Tyr 

3 5 40 45 ' 



Se: 



r lie .Gly Lvs Gin Leu Pro Leu Leu Asn Ser Leu Leu His Val Ser 



Arg His Glu Arg Thr Val Val Lys Arg Val Leu Arg Asp Ser Ser Gin 
65 70 75 80 

Lys Ser Asp Ilc Cvs Thr Thr Pre Ser Cys Val lie Ala Ala Ala Arg 
85 90 95 

-He Leu Gin Asn Met' Asd Gin Ser Lys Lys Pro Cys Asp Asn Phe Tyr 
100 -105 110 

Gin .Tyr Ala Cvs Gly Gly Trp Leu Arg His His Val Ile.Pro Glu Thr 
■115 " 120 125 

Asn Ser Arg Tyr Ser Val Phe Asp lie Leu Arg Asp Glu Leu Glu Val 
•130 135 140 

He Leu Lvs Gly Val Leu ; Glu Asp Ser Ser Val Gin His Arg Pro Ala 
145 150 ' 155 160 

Val Glu Lvs Ala Lvs Thr Leu .Tvr Arg Ser Cys Met: Asn Gin Ser Val 
165 170 ■ 175 

He Glu Lvs Ara Asd Ser Glu . Pro Leu Leu Asn Val Leu Asp Met He 
180 * -185 190 

Giy Gly Trp Pro Val Ala Met Asp Lys ■ Trp Asn Glu Thr Met Gly Pro 
195 ' 200 205 

Lys Trp Glu Leu Glu Arg Gin .Leu Ala Val Leu Asn Ser Gin Phe Asn 
210 .215 ..220 



Arg Arg Val Leu lie Asp Leu Phe "lie Trp Asn Asp Asp Gin Asn -5er 
225 230 235 240 



• 




Ser Arg His Val lie Tyr He Asp Gin Pro Thr Leu Gly Met Pro; Ser 
245 -250 255 

Arg Glu Tyr Tvr Phe Lvs Glu Asp Ser His Arg Val Arg Glu Ala "Tyr- 
260 265 270. 

Leu Gin- Phe Met Thr Ser Vai Ala Thr Met Leu Arg Arg Asp Leu Asn 
275 280 235 

Leu Pro Gly Glu Thr Asp Leu Val Gin Glu Glu Met Ala Gin Vai Leu 
290 295 300 ■ 

His Leu Glu Thr His Leu Ala Asn Ala Thr Val Pro Gin Glu Lys Arg 
305 310 . 315 320 

His Asp Val Thr Ala Leu Tyr His Arg Met Gly Leu Glu Glu Leu Gin 

~ 325' "'. " * * 330 " - 335 

Glu Axg Phe Gly Leu Lys Gly Phe Asn Trp Thr Leu Phe lie Gin Asn 
340 345 - -350 

Vai Leu Ser Ser Vai Gin Vai Giu Leu Leu Pro Asn Glu Glu Val .Val 
■355 ■* . 360 365 

Vai Tvr Gly lie Pro Tyr Leu Glu Asn Leu Glu Glu lie lie Asp Vai 

3-7 0- '37 5 380 

Phe Pro Ala Gin Thr Leu. Gin Asn Tyr Leu Val .Trp Arg Leu Val Leu 
385 390 395 400 

Asp Arg He Gly Ser Leu Ser Gin Arg Phe Lys Glu Ala Arg Val Asp 
405 . 410 - 415 

Tyr Arg Lys Ala Leu Tyr Gly Thr Thr Met Glu Glu Val Arg Trp Arg 
420 . 425 430 

Giu Cys Vai Ser Tyr' Val -Asn , Ser Asn Met Glu Ser Ala "Val Gly Ser 
435 ^440 . 445 



Leu Tyr lie Lys Arg Ala Phe Ser Lys Asp Ser Lys Ser lie Val Ser 
450 ■ 455 '460 ■ 



Glu Leu He Giu Lys lie Arg Ser Val Phe Val Asp Asn Leu Asp Glu 
465 • - 470 475 480 

Leu Asr. Ttd Met Asp Glu Glu Ser Lys Lys Lys Ala Gin Glu Lys Ala 
485' 490 495 

Leu Asn He Arg Glu Gin He Gly Tyr Pro Asp Ty.r He .Leu Glu Asp 
500 505 . ■ 510 

Asn Asn Arg His Leu Asp Glu Glu Tyr Ser Ser Leu Thr Phe Ser Glu 
515 520 525 

Asp Leu Tyr Phe Glu Asn Gly Leu Gin Asn Leu Lys Asn Asn Ala Gin 
530 535 540 

Arg Ser Leu Lys Lys Leu Arg Glu Lys Val Asp Gin Asn Leu Trp He 

545 550- " 555 * / ' "560 

He Gly Ala Ala Val Val Asn Ala Phe Tyr Ser Pro Asn Arg Asn Leu 
565 - 570 575 

He Val Phe Pro Ala Gly He Leu Gin Pro Pro Phe Phe Ser Lys Asp 
530 585 ■ 590 

Gin Pro Gin Ala Leu Asn Phe Gly Gly He" Gly Met Val lie Gly His 
.595 600 605 

Glu He Thr His Gly Phe .Asp "Asp Asn Gly Arg Asn Phe Asp Lys Asn 
610 615 620 

Gly Asn Met Leu Asp *Trp Trp Ser Asn Phe Ser Ala Arg His Phe Arg 
625 \ 630 '635 640 

Gin Gin Ser Gin Cys Met He Tyr Gin Tyr Ser Asn Phe Ser Trp Glu 
645 . 650 655 : 

Leu Ala Asp Asn Gin Asn Val Asn Gly Phe Ser Thr Leu Gly Glu Asn 
660 \ ^665 670' 

Tie Ala Asp Asn Gly Gly Val Arg Gin Ala Tyr Lys Ala Tyr Leu Gin 
675 " 680 685 



Trp Leu Ala Glu Gly Giy Arg Asp Gin Arg Leu Pro Gly "Leu Asn Leu 
6S0 " " 695 , 700 

Thr Tyr Ala Gin- Leu Phe Phe lie Asn Tyr Ala Gin Val Trp Cys Gly 
705 " 7.10 715 "720 

Ser Tyr Afg Pro Glu Phe Ala .lie Gin Ser He Lys Thr Asp Val His 
725 730 735 

Ser Pro Leu Lys Tyr 'Arg Val Leu Gly -Ser Leu Gin Asn. Leu Pro Gly 
740 " 745 . 750 

Phe Ser Glu Ala Phe His Cys Pro Arg Giy Ser Pro Met.iiis .Pro Met 
■"755 ■ * 760 . .765 



Asn Arg Cys Arg lie' Trp 
770 " 



10 . W - 

<210> 3 " 
<211> 327 .. 
<212> DNA 
5 <213> Homo sapiens 

<400> 3 

GGGCAC GAGA TCACGCACGG CTTTGATGAC . AATGGCCGGA ACTTCGACAA GAATGGCAAC . 60 

AT GAT GG ATT GGTGGAGTAA CTTCTCCACC CAGCACTTCC GGGAGCAGTC_ AGAGTGCATG 120 

ATCTACCAGT ACGGCAACTA CTCCTGGGAC CTGGCAGACG AACAGAACG T GAACGGATTC 180 

- -AACACCC7TG GGGAAAACAT TGCTGACAAC GGAGGGGTGC ' GGCAAGCCTA TAAGGCCTAC .240 

CTCAAGTGGA TGGCAGAGGG TGGCAAGGAC CAGCAGCTGC CCGGCCTGGA TCTCACCCAT 3 00 

GAGCAGCTCT TCTTCATCAA' CTATGCC 327 



<210> 4 

10 <211> . 116 

■ <212> PRT 

<213> Homo sapiens 



15 



<400> -i 

Gly His Giu lie Thr His Gly -Phe Asp Asp Asn Gly Arg. Asn -Phe Asp 
i 5 10 15 ■ 

Lys Asn Gly Asn .Met: Met Asp Trp Trp Ser Asn Phe Ser Thr Gin His 
20 * ."2 5 30 

Phe Arg-Glu Gin Ser Glu Cys Met lie Tyr Gin Tyr Gly Asn Tyr Ser 
35 "40 45 

Trp Asp Leu Ala Asp Glu Gin Asn -Val Asn Gly Phe Asn Thr Leu Gly 
SO * 55 60 

Glu Asn Tie Ala " Asd ' Asn Gly Gly Val Arg Gin Ala Tyr Lys Ala Tyr 
.65 " ' 70 75 80 

Leu Lys Trp Met Ala Glu Gly Gly -Lys Asp Gin Gin Leu Pro Gly Leu 
85 90 95 

^ 

Asp Leu Thr His Glu Gin Leu Phe Phe lie Asn Tyr Ala Gin -Val Trp 
100 105 ' 110 

Cys Gly Cys Lys 

115 " - .' - . 



<210> 5 
<211> 20 
<212> ; UNA 



<213> artificial sequence 
<223> oligonucleotide 

<4 00> 5 . 

TGGAGCGGCA GTTGGCTGTG 

<210> 6 

<211> 21 

<212> ■ DNA - 

<213> artificial sequence 

<223> oligonucleotide 



<400> <e 

AGTTCCCACT TGGGGCCCAT G 



<210> 7 

<211> 20 

<212> DNA 

<213> artificial sequence 

<223> oligonucleotide 



<400> 7 

GCTGGAGGAT TCCTCTGTCC 



<210> 8 

• <211> 19 . 

<212> DNA . 

<213>. artificial sequence 

<223> oligonucleotide 



<40Q> 8 

CGGGGATCAC ATGGTGCCG 



<210> 9 

<211> 21 

<212> DNA 

<213> artificial sequence 

<223> oligonucleotide 



<400> 9 . . 

CTACCCCA^vG CTGGGTGATA G 



12 



<210> 10 

<211> 21 

<212> DNA 

<213> artificial sequence 

<223> oligonucleotide 



<400> 10 

CGGCACCATG TGATCCCCGA G 



<210> 11 

10 <211> 22 - 

<212> DNA 

<213> artificial sequence 

<223> oligonucleotide 



15 



30 



<4 00> II 

G CAAAG C ACT AGCTTCAGTG TG 



<210> 12 
<21'1> 22- 
<212> DNA 



20 <213> artificial- sequence 
<223> oligonucleotide 



<400> 12 

GGT CATC ATT CCAGATGAAG AG 



25 <210> . 13 

<211> 20 

<212> DNA 

■<213> artificial sequence 

<223> oligonucleotide 



<400> 13 

C GAT GAG G A C GCGCCTGTTG 



<210> 14 

<211> 20 ' 

3 5 , '<212>" DNA 

<213> artificial sequence 



<22 3> oligonucleotide 



<400> 14 

TGCAGGAAAG G7TTGGTCTG 



<210> 15 

<211> 20 

<212> DNA 

<213>. artificial sequence 

<223> oligonucleotide 



<400> 15 

GAACGCCTCA GAGAAGCCTG 



<210> 16 

<211> 20 

<212> DNA /. 

<213> artificial sequence 

<223> oligonucleotide 



<400> 16 

ATGACCAGAA >TCCAGCCGG 



•<210> 17 

<211> 21 

<212> DNA 

<213> artificial sequence 

<223> oligonucleotide 



<400> i*? 

CATCATGCTT TTTCTCCTGG G 



<210> 18 

<211> 21 

<212> DNA 

<213> artificial sequence 

<223> oligonucleotide' 



<400> 18 

CCCGAAGTTT CTTGAGGCTC C 



14 



<210> 19 

<211> 19 

<212> DNA 

<213> artificial sequence 

<223> oligonucleotide . - 



<400> IS* 

GATCGGCTAC CCTGACTAC 



<210> 20 

<211> 19 

<212> DNA 

<213> artificial sequence 

<223> oligonucleotide 

<400> 20 

GTTCGCCATC CAGTCCATC 

<210> 21 . 

<211> 20 

<212> DNA 

<213> artificial sequence 

<223> oligonucleotide 



<400> 21 

CGAAGCCTAG GCGCCTCCTC 



<210> 22 - 

<211> 24 • 

<212> " DNA 

<213> .artificial sequence 

<22 3> oligonucleotide ' 

<4 00> 22 

cgagaccaca catggcrrtg atga 

<210> 23 

<211> 18 . 

<212> DNA 

<213> artificial sequence 



<22 3> oligonucleotide 



<400> 23 

ggacccacac cacacctg 



<210> 24 

<211> 22 

<212> DNA 

<213> artificial sequence 

<223> oligonucleotide 



<400> 24 

cggcctggat * cccacccatg ag 



<210> 25 

<211> 26 

<212> DNA 

<213> artificial sequence 

<223> oligonucleotide 

<400> 25' 

crgactgci: ccggaagtgc 'cgggtg 

<210> 26 
<211> 18 

<212> - DNA 

<213> artificial sequence 
<223> oligonucleotide 

<400> 25 - 
gagcagctcr tcr:cat: 

<210> 27 

■ <211> 22 

<212> DNA 

<213> artificial sequence 

<223> oligonucleotide 



<400>'27 
ctccaccaac 



ccatcatgtu gc 



• 



16 






<210> 


28 




<211> 


6 " 




<212> 


PRT 




<213> 


artificial sequence 


5 


<223> 


protein sequence -corresponding to the 
oligonucleotide probe SEQ ID No. 22' 




<400> 2S 




Glu lie 


Thr His Phe Asp 




' 1 


.5 


10 


<210> 


29 - 




<211> 


6 




<212> 


PRT 




<213> 


artificial sequence 




<223> 


protein sequence corresponding to the 


15 




oligonucleotide probe SEQ ID No. 23 



<400> -.2 9 

Gin Val Trp.Cys Gly Ser 



